Effect of water models on transmembrane self-assembled cyclic peptide nanotubes by Calvelo Souto, Martín et al.
Effect of Water Models on Transmembrane
Self-Assembled Cyclic Peptide Nanotubes
Martin Calvelo, Charlotte I. Lynch, Juan R. Granja, Mark S. P. Sansom, and Rebeca Garcia-Fandiño*
Cite This: ACS Nano 2021, 15, 7053−7064 Read Online
ACCESS Metrics & More Article Recommendations *sı Supporting Information
ABSTRACT: Self-assembling cyclic peptide nanotubes can form nanopores when
they are inserted in lipid bilayers, acting as ion and/or water permeable channels.
In order to improve the versatility of these systems, it is possible to specifically
design cyclic peptides with a combination of natural and non-natural amino acids,
enabling the control of the nature of the inner cavity of the channels. Here, the
behavior of two types of self-assembling peptide motifs, alternating α-amino acids
with γ- or δ-aminocycloalkanecarboxylic acids, is studied via molecular dynamics
(MD) simulations. The behavior of water molecules in nanopores is expected to
affect the properties of these channels and therefore merits detailed examination.
A number of water models commonly used in MD simulations have been validated
by how well they reproduce bulk water properties. However, it is less clear how
these water models behave in the nanoconfined condition inside a channel. The
behavior of four different water modelsTIP3P, TIP4P, TIP4P/2005, and
OPCare evaluated in MD simulations of self-assembled cyclic peptide nanotubes of distinct composition and diameter. The
dynamic behavior of the water molecules and ions in these designed artificial channels depends subtly on the water model
used. TIP3P water molecules move faster than those of TIP4P, TIP4P/2005, and OPC. This demeanor is clearly observed in
the filling of the nanotube, in water diffusion within the pore, and in the number and stability of hydrogen bonds of the
peptides with water. It was also shown that the water model influences the simulated ion flux through the nanotubes, with
TIP3P producing the greatest ion flux. Additionally, the two more recent models, TIP4P/2005 and OPC, which are known to
reproduce the experimental self-diffusion coefficient of bulk water quite well, exhibit very similar results under the
nanoconfined conditions studied here. Because none of these models have been parametrized specifically for waters confined
in peptide nanotubes, this study provides a point of reference for further validation.
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Water is one of the most studied molecules because ofits importance in biological systems, as well as inother areas, including nanoscience, technology, and
many industrial applications.1 The diverse properties of this
solvent in the bulk solution, in nanoconfined environments, in
solvation shells around other molecules, and at interfaces
between media of different polarity have inspired the
development of many water models for computational
simulation studies.2 Despite the pioneering development of a
realistic interaction potential for water by Bernal-Fowler in
1933,3 it was not until almost 40 years later that a computer
calculation was carried out by Barker and Watts.4 Since then,
more than a hundred different water models have been
developed, in an effort to reproduce a number of experimental
properties such as density, vaporization enthalpy, interfacial
tension and molar heat capacity.5−8
Water molecules in the nanoconfined environment provided
by natural or artificial membrane channels deserve special
attention, because they are expected to behave significantly
differently from those in bulk solution and at interfaces.2,9
Simplified models of nanotubes and nanopores have been
extensively studied in terms of the behavior of nanoconfined
water within their cavities, using both continuum fluid
dynamics (CFD) theory and molecular dynamics (MD)
simulations.10−17 Perhaps surprisingly, continuum models
(modified by insights from atomistic MD simulations) have
provided reasonable descriptions of the behavior of water in
simple nanopores. Even with continuum models, the influence
of the internal shape and hydrophobicity of the channels has
been demonstrated.18−20 For example, studies carried out by
Gravelle et al. with models of aquaporins concluded that the
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internal geometry of the channel plays a role, suggesting that
structures which reduce the surface friction, as for example in
an hourglass shape, favor water permeability when compared
with cylindrical channels.21,22 However, it has been suggested
that the accuracy of the continuum models depends on the
hydrophobicity and size of the pore, such that water flow is
underestimated for small hydrophobic pores (<1 nm).2,23 For
small pores, the structural and dynamical properties of water
are strongly influenced by interactions with the pore-lining
interfaces, and thus, the detailed chemical properties of the
pores become more important in determining water behavior.
It is likely that for the design of nanopores and in order to
understand complex biological nanopores, accurate atomistic
simulations of water properties are required. In this context,
MD simulations emerge as a good alternative for studying
pores with small radii (<1 nm).2
MD studies have shown that the behavior of different
biological structures can depend on the water model
employed. For example, Anandakrishnan et al. have recently
shown the importance of the water model in the calculations of
protein folding landscapes,24 and similar conclusions have been
obtained for RNA.25 Host−guest binding energy differences
for supramolecular complexes based on cyclodextrins have
proved to depend significantly on the water model.26 Some
computational studies with cylindrical systems embedded in
lipid bilayers, acting as transmembrane channels, also suggest
differences depending on the selected water model.27−30 For
example, the extensive work of Kassinos et al. on carbon
nanotubes (CNTs) shows differences in water density, self-
diffusivity, and even in the stability of CNTs.27−29 Liu et al.
investigated pressure driven flow rates of water through a (6,6)
CNT for the TIP3P, SPC/E, and TIP4P/2005 water models,
finding a high dependence of the flow rates on the water
model, with TIP3P showing the fastest flow and TIP4P/2005
the slowest.31 In contrast to larger [(8,8) and (9,9)] CNTs
considered in earlier works, the different flow rates cannot be
attributed to different model-dependent water structures
within the nanotubes but to differing bulk mobilities of the
water models affecting the rate of entry into the nanotube.32 A
recent extensive survey of simulations of water behavior in
nanopores and channels also reveals a number of cases where
the choice of water model influences the behavior of water in a
nanopore environment, especially in hydrophobic gating of ion
channels.2,30 Thus, the selection of the water model for such
simulations deserves particular scrutiny. This is because water
models are typically parametrized and evaluated by how well
they can reproduce the properties of bulk water, and the extent
of transferability of such water models to nanoconfined water
remains unclear. Furthermore, experimental data are not
available for these systems. Therefore, to date, the best
practice for MD simulations involving water in confined
systems is to compare results obtained with different water
models.
Recent studies have shown that the presence of hydrophobic
regions in different membrane channel proteins can play an
important role in controlling the transport of ions, water, and
other solutes.33−37 These regions can be wetted upon
application of an electric field and then dewetted after the
field removal, facilitating the translocation of small charged
species, and also of single-stranded DNA molecules.34 Thus,
the study of artificial hydrophobic nanopores that mimic the
behavior of the natural channels has attracted growing interest
in using them as common platforms for technological
applications, including those where nanopores are used as
sensors, such as in DNA sequencing devices.32 Self-assembled
cyclic peptide nanotubes (SCPNs) could prove interesting for
such a task, given their cylindrical structures with a partially
hydrophobic inner cavity.38−41 In addition, their synthetic
Figure 1. (A) Peptide nanotube models formed by the stacking of cyclic peptides of different types: (i) D,L-α-CP, (ii) CPs containing γ-Acas
(α,γ-CPs) and (iii) CPs containing δ-Acas (α,δ-CPs). (B) CP sequences studied in this work. Left: α,γ-CP; Right: α,δ-CP. (C) Initial
structures for the MD simulations of α,γ-SCPN (left) and α,δ-SCPN (right). For clarity, only the SCPN and the phosphorus atoms of the
lipid molecules forming the bilayer (brown spheres) are represented.
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simplicity makes them readily available for exploring their
properties and would facilitate its commercialization. As a
result of their biocompatibility, the tuneability of their
diameters, and the range of possibilities for functionalizing
their inner cavities, SCPNs have emerged as potential
candidates for funct iona l t ransmembrane chan-
nels.38,39,49−52,40,42−48 The SCPNs were originally synthesized
by Ghadiri et al. in 1993 using a combination of cyclic peptides
(CPs) formed by D and L α-amino acids (Aas).53 This chiral
alternation in the sequence provides pleated structures that
self-assemble by β-type hydrogen bonds (H-bonds) between
backbone atoms of adjacent rings.54 In such structures the
donor and acceptor groups of each amide residue (NH and
C=O) point in the same direction perpendicular to the plane
of the ring (Figure 1A). Since then, CPs using different kinds
of amino acids have been developed, obtaining structures with
tuned properties. For example, cyclic γ-amino acids (cis-γ-
aminocycloalkanecarboxylic acids, γ-Acas) alternated with α-
amino acids (α,γ-CPs) can also form SCPNs following the
same principles described above (Figure 1A).42,55−59 In these
structures, the β-carbon of the cycloalkane is directed toward
the lumen of the cylinder, influencing the internal properties of
the nanotube and allowing further chemical modification.
Other types of nanotubes with hydrophobic cavities can be
obtained using the trans-4-aminocyclohexanecarboxylic acid
(δ-Ach) as a building block (Figure 1A).60 The resulting
nanotubes formed by stacking of α,δ-CPs have a hydrophobic
internal cavity because two of the methylenes of each
cyclohexyl moiety are oriented toward the inner cavity.
While the interaction and transport of water by SCPNs
composed by the classical D,L-α-CPs have already been
studied, no comparable characterizations have been performed
in systems using nonstandard amino acids that might lead to
structures with other properties.61−65 A good understanding of
the behavior of these SCPNs provides useful information for
the design and optimization of artificial nanopores, as well as
for the further development of water models and the
understanding of their interactions with biological molecules.
In addition, the present study will also shed light on the
structural stability and behavior of this class of peptide
nanotubes: α,δ-SCPNs.
In this study we describe in detail the structural stability of
two kinds of SCPNs inserted into a phospholipid bilayer, α,γ-
SCPNs and α,δ-SCPNs (Figure 1B,C), alongside simulation of
their interactions with four water models, two of which (TIP3P
and TIP4P) have been used in many studies of biomolecules
and nanopores, as well as two more recently developed water
models (TIP4P/2005 and OPC).66−69 Whereas the α,γ-SCPN
is composed of eight residue-long CPs (four α-Aa and four γ-
aminocyclohexanecarboxylic acid), the α,δ-CPs of the latter
SCPN contain 12 amino acid residues (6 α-Aa and 6 δ-
aminocyclohexanecarboxylic acid). The larger diameter of the
second nanopore allows for the encapsulation of systems as
large as C60 moieties.
60 Taken together these studies provide a
systematic comparison of the effect of different water models
in MD simulations of nanoconfined water in two different sizes
of self-assembling cyclic peptide nanotubes.
RESULTS AND DISCUSSION
Models. In order for the nanotube to be long enough to
traverse the membrane, and following previous studies, an α,γ-
SCPN structure composed of eight CPs was built, with four α-
Aa and four γ-aminocyclohexanecarboxylic acid residues (c-[L-
Gln-D-γ-Ach-(L-Trp-D-γ-Ach-)3]) in each ring.
61,70−73 The
Figure 2. Snapshots of the backbone of a simulated α,γ-SCPN (A) and α,δ-SCPN (B) after 50 ns of simulation. The final structure of each
replica is represented in a different color (5 replicas per water model, 5 colors).
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α,δ-SCPN structure was also composed of eight CPs, but in
this case each ring was made up of six α-Aa and six δ-
aminocyclohexanecarboxylic acid residues (c-[L-Gln-δ-Ach-(L-
Trp-δ-Ach-)2L-Leu-δ-Ach-(L-Trp-δ-Ach-)2]). The antiparallel
and parallel configurations were chosen for α,γ-SCPN and α,δ-
SCPN, respectively, based on preliminary studies.74 Because of
the different number of amino acids, the initial minimum
internal radii for the α,γ- and α,δ-SCPNs were 0.34 and 0.53
nm, respectively (Figure 1SIA). As mentioned above, the size
of these nanotubes justifies the use of atomistic MD
simulations as the best methodology for their study. Addition-
ally, the different number of methylene groups oriented inward
leads to a more hydrophobic cavity for the α,δ-SCPNs (Figure
1SIB).
The behavior of four water models (TIP3P, TIP4P, TIP4P/
2005, and OPC) inside the nanopore lumen of these SCPNs
embedded in a POPC (2-oleoyl-1-palmitoyl-sn-glycero-3-
phosphocholine) membrane was studied (Figure 1B,C).66−68
TIP3P is a 3-point model; that is, it is composed of three
particles: two positive point charges on the hydrogen sites and
one negative point charge on the oxygen site. Each site also has
a Lennard-Jones potential to describe the nondirectional
interactions of the atoms. By contrast, TIP4P, and the more
recently developed TIP4P/2005 and OPC models, are 4-point
models. In this case the Lennard-Jones potential remains on
the oxygen site, but the negative charge is displaced from the
oxygen site toward the hydrogen sites. The geometries,
Lennard-Jones parameters, and charges also differ between
the models.2,8,75
All the simulations were performed in the presence of NaCl
0.15 M. For each system, five 50 ns MD trajectories were
generated (giving a total of 250 ns per system).
Structural Stability of the Nanopores. Previous studies
with α,γ-SCPNs composed of c-[(L-Trp-D-γ-Ach-)4] have
shown that they are stable in a lipid bilayer environment,
forming nanopores.71,72,76,77 α,δ-SCPNs have not yet been
studied, so no evidence on their structural stability exist. Both
the bilayer and nanotubes were stable in the 40 MD
trajectories (two different nanotubes, α,γ-SCPNs and α,δ-
SCPNs, each simulated with the four water models, with five
replicas for each simulation) (Figure 2). This confirms that
α,γ-SCPNs are stable, as previously observed, and indicates
that α,δ-SCPNs can function as transmembrane channels
(Figure 2B). The tubular shape is well-preserved during the
simulation time, with the average root mean square deviation
(RMSD) values for the α,γ-SCPN being slightly smaller than
the ones for the α,δ-SCPN (Figure 2SI). No significant
differences in pore model stability are found between the
trajectories using different water models. The RMSD analysis
by CP position in the nanotube also demonstrated the stability
of the nanotube, although the CPs at either end of the
nanotubes exhibit a slightly larger movement than the others
because of reduced packing interactions (Figure 3SI).
The number of H-bonds is directly related to the stability of
the nanotube. In the case of α,γ-SCPN, the number of H-
bonds between the backbone of the CPs (49 ± 2, Figure 3A) is
close to the maximum possible number of H-bonds that can be
ideally formed (56 = 8 per CP × 7 pairs of CPs), whereas for
α,δ-SCPN the number of H-bonds is 72 ± 3 (compared to the
maximum of 84 = 12 per CP × 7 pairs of CPs) (Figure 3A).
These results show that the sacrifice of almost 15% of the
interbackbone H-bonds, probably because of competition with
the water, is not enough to disrupt the tubular structure of the
channel. Furthermore, some extra H-bonds (around 6−7) are
formed between the different CPs apart from those
corresponding to the structural backbone network. These
interactions correspond to the Gln-Gln side-chain H-bonds
that are present in both nanotubes (see atomistic detail in
Figure 3B). Regarding the comparison between the water
models employed, no significant differences are found apart
Figure 3. (A) Number of H-bonds between the different parts of the system (among the different CPs, as a whole or just considering the
backbone, and between the CPs and the water), averaged over the last 40 ns of the simulation, and over all replicas. Standard deviations are
also shown as error bars. A detail of each type of interaction is shown in the panels at the top. The maximum number of H-bonds that can be
formed among the backbone of all CPs is displayed with a dashed line. (B) Detail of the Gln-Gln H-bonds, shown as broken blue lines.
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from a slightly increased number of H-bonds in the nanotube
network for the α,δ-SCPN in TIP3P (Figure 3A) and an
increase in the number of H-bonds between the nanotube and
water in both nanotubes when using TIP4P/2005 (Figure 3A).
The stability of the pore radii is a crucial issue from the point
of view of the study of water and ion channels. The average
values of the minimum radius averaged during the last 40 ns of
the five replicas shows a quite constant inner size, with values
very similar to the initial radius (Figure 4SIA). This stability
suggests that these pores remain in an open state throughout
the entirety of their trajectories, which corresponds to
relatively long-lived channel openings observed experimen-
tally.71,78 As has been previously observed for the α,γ-SCPNs,
the effective radius is situated in the plane of the CP, whereas
the maximum radius is located in the region between the two
planes of the rings (Figure 4SIB).71,72 The smallest radii,
corresponding to the plane of the CPs, alternate from smaller
to bigger values from one CP to the next along the nanotube.
The same trend is found for the α,δ-SCPN (Figure 4SIB).
These differences in the size of the inner cavity could
potentially lead to different transport behaviors and water
confinement patterns (vide inf ra).
Water Filling of the Channels. Because of the unequal
internal radii and hydrophobic character of both nanotubes,
differences in the entrance of molecules inside of the channels
can be anticipated (Figures 1 and 2SI). The study of the filling
of both channels reveals a faster process for TIP3P than for the
other three water models, with the channel being completely
full within the first 0.2 ns (Figure 4). Additionally, and
especially in the α,δ-SCPNs, it is possible to observe that OPC
waters need more time for a complete filling of the nanotube,
suggesting that the diffusion of this water model within the
Figure 4. Number of waters entering α,γ-SCPNs (top) and α,δ-SCPNs (bottom) during the first 1 ns of each MD simulation. Each color
corresponds to a different water model averaged over the five replicas. Standard deviations are shown in a paler color. The number of waters
inside the nanotube over the total 50 ns of simulation is presented in the small insets.
Figure 5. Number of waters inside α,γ-SCPNs and α,δ-SCPNs, averaged over the last 40 ns of the simulation, and over all replicas. Each
color corresponds to a different water model. A picture of each channel with water inside (red spheres correspond to the water oxygen
atoms) is shown for each SCPN. Standard deviations are also shown as error bars.
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pore may be slower than the others (Figure 4). TIP4P and
TIP4P/2005 also show unequal behaviors, with TIP4P being
more similar to TIP3P and TIP4P/2005 to OPC.
Water Molecules Inside the Nanotubes. Because of the
smaller radius of α,γ-SCPN, the average number of waters
inside is significantly lower (more than 100 molecules less)
compared to α,δ-SCPN (Figure 5). For both channels,
simulations with TIP4P and TIP4P/2005 lead to the inclusion
of more water molecules than with the other models. This may
explain the higher number of H-bonds between the nanotubes
and the water molecules (Figure 3A). Surprisingly, in the wider
nanotube (α,δ-SCPN), a smaller number of TIP3P water
molecules is found inside, despite being the water model which
filled the nanotube fastest. This behavior is not observed for
the α,γ-SCPN, where the differences between all water models
are not significant. These observations suggest that there is no
correlation between filling rate and the number of waters
within the channel, suggesting that the number of waters inside
is an equilibrium property and does not simply reflect
differences in filling rates of the pores.
The velocity of water molecules inside both nanotubes was
analyzed by calculating the mean square deviation (MSD) of
all the encapsulated molecules during a time window of 100 ps
(Figure 6). These results show that the TIP3P water molecules
move more than the others in the same time interval, and
TIP3P is therefore the fastest, followed by TIP4P. On the
other hand, TIP4P/2005 and OPC are significantly slower
than the other models. The velocity exhibited by these two
parametrizations is very similar in both nanotubes. This trend
reflects the self-diffusion in bulk water of the different models
(D = 5.5, 3.2, 2.1, and 2.4 × 109 m2 s−1 for TIP3P, TIP4P,
TIP4P/2005, and OPC, respectively, compared to 2.3 × 109
m2 s−1 experimentally).66−68,79,80 Similar trends were also
observed for studies of pressure-induced flow through CNTs
with radii between ∼0.4 and ∼0.9 nm, suggesting a nearly 3-
fold difference between, for example, TIP3P and TIP4P/
2005.81 Thus, TIP4P/2005 and OPC, which have very similar
self-diffusion coefficients in bulk water (in good agreement
with the experimental value), keep this similarity when the
water is confined in a SPCN. TIP3P, which is known to diffuse
too quickly in the bulk compared with experimental values, is
also revealed as the fastest in this confined environment.
Finally, an intermediate behavior is exhibited by TIP4P. Larger
differences are found for α,δ-SCPN than α,γ-SCPN, with it
being possible to observe a small overlap between the different
water models in the narrower nanotube, especially for TIP3P
and TIP4P. Furthermore, the same conclusion is obtained
when longer time windows (200 and 500 ps) are defined
(Figure 5SI). Additionally, and because of the larger inner
radii, the water MSDs are greater for α,δ-SCPN (Figure 6).
Differences between water models also appear when the
water−peptide interaction strength is considered. Despite the
similarity in the number of H-bonds between the nanotube
and water (Figure 3), the lifetime of those bonds is longer for
TIP4P/2005 and OPC, which could slow down their
movement inside the SCPN (Figure 6SI). The H-bonds with
the TIP3P waters are the most short-lived, followed by TIP4P.
These results suggest a relation between the velocity of the
water molecules inside the SCPN and the duration of the
interaction with the peptide. Moreover, the obtained trend is
also reflected in the survival probability of the waters inside the
SCPN, in which TIP4P/2005 and OPC water are more likely
to spend more time inside the nanotube than are TIP3P and
TIP4P (Figure 7SI).
The different inner radii of the nanotubes also lead to an
unequal pattern of water distribution inside the pores. The
density of the encapsulated waters projected onto the
membrane plane reveals a pattern with approximately 6-fold
rotational symmetry for the α,δ-SCPN (Figure 7A). Those
peaks correspond with the region of the Cα of the α-amino
acids, probably because of the proximity of the amino and
carboxyl groups. The presence of the two methylene groups of
the cyclohexyl moieties results in a dry region next to them,
where the water density is practically zero. Additionally, water
seems to be more likely situated near the backbone than in the
center of the pore, probably induced again by the influence of
the polar character of the amino and carboxyl groups. For the
α,γ-SCPN the water density shows an approximately 2-fold
rotational symmetry, with three columns following a pattern
wet−dry−wet (Figures 7A and 8SIA). This anisotropic profile
is surprising given that the inside of this hollow structure has a
4-fold rotational symmetry. Interestingly, the origin of this
asymmetry in the inner water density seems to come from the
presence of Gln in the sequence, which induces an asymmetric
outer surface of the channel. The replacement of the Gln by a
Trp reveals a much more symmetric profile (Figure 9SI),
confirming this hypothesis and highlighting that the exterior of
the channel can influence the internal water arrangement. A
Figure 6. Probability distribution of the MSD of waters inside α,γ-SCPNs and α,δ-SCPNs during windows of 100 ps along the last 40 ns of all
replicas for the different water models studied. Each water model is displayed with a different color (TIP3P in black, TIP4P in red, TIP4P/
2005 in blue, and OPC green).
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similar effect is also observed for the α,δ-SCPNs, because the
densities are not exactly 6-fold symmetric either; however, it is
not so marked, probably because of the larger number of
amino acids composing the sequence, which result in a larger
diameter. A related phenomenon has been previously observed
in a CNT - the flow is increased by the insertion of a point
charge just outside the nanotube.82
The water profile along the z-coordinate reveals a higher
density in the region between the CP planes for both
nanotubes (Figures 7B and 8SIB), which could be explained
by the larger radius found in this region (Figure 4SIB). It is
important to note that the same density pattern is reproducible
and present regardless of the water model. However, the
densities are slightly greater following the sequence TIP3P <
TIP4P < TIP4P/2005 ≈ OPC, probably because of the
differences in water diffusion mentioned above.
Ion Transport Analysis. As mentioned above, one of the
most important applications of these systems is their insertion
into a lipid bilayer in order to act as transmembrane ion
channels. As has been found with similar nanotubes, there is a
strong selectivity for cations in the α,γ-SCPNs, attributed to
the negatively charged carbonyl oxygens inside this type of
channel (Figures 8A, 10SIA, and 11SIA).71,72 For the α,δ-
SCPNs this cation selectivity is less pronounced, as indicated
by the presence of both cations (Na+) and anions (Cl−) in the
nanotube region (Figures 8B, 10SIB, and 11SIB). This may be
due to the increase in nanotube diameter as well as the greater
exposure of hydrophobic groups to the lumen of the pore,
because it has been suggested that hydrophobic contacts may
favor chloride over cations.30,83 However, the number of
cations inside remains considerably higher than that of anions.
Figure 7. (A) XY-density profile of the water molecules inside both
nanotubes. The averaged positions Cα of the α-amino acids and
the C of the inward methylenes of the non-natural residues (one
for the γ-Ach and two for the δ-residue) are highlighted in red and
green, respectively. Only one water model (TIP4P/2005) is
presented. The rest of them are available in Figure 8SIA. (B) Z-
density profile of the water molecules inside both nanotubes. The
averaged Z-coordinates of the α-carbons of each CP are
highlighted with a red dashed line. Only one water model
(TIP4P/2005) is presented. The rest of them are available in
Figure 8SIB.
Figure 8. Z-coordinate for each of the cations inside the α,γ-SCPN (A) and α,δ-SCPN (B) along the 50 ns trajectory. The nanotube z-region
is taken to be between ∼2 and 6 nm. Only one replica is presented. The rest are available in Figure 10SI. Each color corresponds to a
different ion.
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It is also noticeable that most of the anions entering α,δ-
SCPNs are paired with the corresponding cation, as indicated
by the z-coordinates of those ions from Figures 10SI and 11SI.
Globally, there is also a difference in the number of cations
inside each of the nanotubes, being higher for those containing
δ-residues, in agreement with their larger diameter. Focusing
on water models, in the simulations with TIP3P the number of
different cations entering the nanotube is significantly higher,
which could suggest a correlation between a faster diffusion
and a higher number of ions entering the nanotube (Figure
12SI). No large differences have been found among the
remaining models, with the number of cations always being
smaller than those found for the TIP3P model.
Finally, the coordination of the cations inside the nanotube
was evaluated by analyzing the number of oxygens within their
first coordination layer (Figure 13SI). This shows that for both
nanotubes a number of water molecules are coordinated to the
cations when they are inside the SCPN, with no differences
between the different water models. Additionally, although the
same coordination number is observed for both peptides (6),
the oxygens come from different molecules depending on the
type of SCPN. For the α,δ-SCPN, it has been found that the
six interactions correspond to water molecules. However, in
the case of the α,γ-SCPN, the cations are coordinated to five
water molecules and one carbonyl group, probably because of
the smaller radius of this SCPN.
CONCLUSIONS
A systematic molecular dynamics simulation study comparing
the behavior of four water models (TIP3P, TIP4P, TIP4P/
2005, and OPC) inside two sizes of self-assembled cyclic
peptide nanotubes (α,γ-SCPN and α,δ-SCPNs) has been
carried out. This has enabled us to investigate how the water
model affects the simulated behavior of supramolecular tubes
acting as transmembrane channels. All the SCPNs preserve
their tubular structure across all the trajectories, independent
of the water model selected. However, the results show that
the dynamics of the water molecules and their interactions
with the cyclic peptides present in the nanopores depend on
the water model employed.
TIP3P exhibits the fastest dynamics, as indicated by the
higher mean displacement values and significantly shorter
nanotube filling times, followed by TIP4P. Interestingly, the
two more modern water models OPC and TIP4P/2005, which
both provide good results in bulk water, show quite similar
dynamic properties, as can be concluded from the analysis of
the velocities of the encapsulated waters, from the survival
probability inside the nanotube, and from the H-bond lifetimes
with the SCPN. The velocity of the water molecules confined
inside the channel was TIP3P > TIP4P > TIP4P/2005 ≈
OPC, independent of the nanotube model. This trend is in
accordance with that for bulk water, indicating that the
confined environment studied here did not have a significant
impact on this overall trend.
The density of the water inside the channels is quite similar
for all the water models. Interestingly, we have found that the
exterior of SCPNs can influence the inner water arrangement
and thus the internal behavior of the transmembrane channel.
This finding may allow the modulation of channel permeability
by modifying its external surface when inserted into a lipid
bilayer.
Furthermore, both nanotubes exhibit a selectivity for cations
over anions, although this is more pronounced for α,γ-SCPNs
as these completely block the passage of chloride ions. In the
case of α,δ-SCPNs, some anions enter the channel, probably
because of its higher internal radii and the greater exposure of
hydrophobic residues toward the inner cavity. Additionally, the
choice of water model also affects the number of ions found
inside the channels. The simulations with TIP3P exhibit a
higher number of cations entering the nanotube, highlighting
the role of the water model in ion transport properties.
Additionally, it has been shown that the cations inside the
channel are coordinated to water molecules (6 in the case of
α,δ-SCPNs, 5 for α,γ-SCPNs), with no differences between the
water models. For the narrower nanotube, the vacant
coordination position is occupied by an oxygen from the
carbonyl groups of the skeleton of the peptide, suggesting that
the pore size of such a SCPN is too narrow to transport Na+
while keeping its complete first hydration layer intact.
The significance of this study resides in the importance of
research into transmembrane ion channels formed by cyclic
peptides. Our results show that ion and water transport rates
depend on the water model employed for the simulations. The
obtained results follow the expected trend for bulk properties.
However, it is important to note that none of these models was
specifically designed for simulations of water in nanotubes, and
in the absence of wet-lab experimental structural and dynamic
data of water in SCPNs, it is not possible to assess which of
them more accurately models reality. We therefore propose
that this data set could be used as a point of reference for wet-
lab experiments. Such a comparison is important for the
validation of water models in confined systems.
METHODS
The starting geometries of the employed cyclic peptides were taken
from previous works.74 Both SCPNs are composed of eight units of
stacked CPs. The antiparallel and parallel configurations were used for
α,γ-SCPN and α,δ-SCPN, respectively, with the decision being based
on preliminary studies.74 For the standard amino acids and the ions,
the parameters from the AMBER99SB-ILDN force field were used.84
For the atoms of the nonstandard amino acids (δ and γ residues),
RESP/6-31G(d) charges were derived, as in the development of the
original AMBER force fields. The van der Waals parameters were
obtained from the GAFF force field using standard Lorenz−Bertelot
combination rules.85 For the POPC lipids, the parameters derived by
Joakim Jam̈beck (Lipidbook) were used.86−88 In all simulations, the
water molecules in the hydrophobic region of the lipids, together with
the waters of the inner cavity of the nanotube, were removed prior to
the start of the simulation. In the first step of the simulation, the
SCPN lumen was therefore completely dry. A solution of 0.15 M
NaCl was added in all cases. The initial size of the simulation box for
all cases was 12.7 × 13.4 × 8.5 nm3 and contained 131 Na+, 131 Cl−,
and ∼24 000 water molecules. The number of lipids differed
depending on the SCPNs used: for the α,δ-SCPNs, the simulation
box contained 407 lipids, whereas for the α,γ-SCPNs, it contained 479
lipids. This variation arises from the difference in the diameter of the
SCPNs.
All simulations were performed with the GROMACS 2018.3
package.89 All systems were first minimized, followed by an
unrestrained production run of 50 ns, with a time step of 2 fs. No
restraints were applied to the peptides at any step, allowing the free
movement of all atoms. Five replicas, starting from the same
coordinates but differing in the initial velocities, which were randomly
assigned from a Boltzmann distribution in the first step of the
production run, were made for each system, bringing the total number
of simulations to 40 : 20 for each nanotube (α,γ-SCPN and α,δ-
SCPN), with 5 for each water model (TIP3P, TIP4P, TIP4P/2005,
and OPC). An NPT ensemble (constant pressure and temperature)
was employed at 1 bar pressure, using the semi-isotropic Parrinello−
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Rahman barostat, and a temperature of 300 K, using a V-rescale
thermostat (i.e., temperature coupling using velocity rescaling with a
stochastic term).90,91 In all simulations, all bond vibrations were
removed employing the LINCS algorithm.92 For treating the long-
range electrostatics, the Particle Mesh Ewald method (PME) was
used, using a direct-space cutoff of 1.0 nm and a grid spacing of 0.12
nm.93 The van der Waals interactions were calculated using a cutoff of
1.0 nm.
All initial coordinates, topologies and mdp files needed for
reproducing these simulations are available in Zenodo through the
following link: 10.5281/zenodo.4420015 (DOI: 10.5281/zeno-
do.4420015)
The data obtained in the simulations were analyzed using
GROMACS tools and locally written code using the Python
MDAnalysis library.94,95 The molecular graphic pictures of the
systems were prepared using the molecular visualizer VMD and
PyMOL, and the pore size was calculated using the package
CHAP.96−98
The RMSD calculations were carried out using the GROMACS
tool. The initial frame of the trajectory was taken as the reference
point, as in this case the tubular shape was expected to be perfectly
formed. In order to avoid fluctuations provoked by the side chains,
only the backbone was considered.
The tilt angle was defined as the angle between the normal of the
membrane and a vector which links the center of the CPs to the edges
of the nanotube. For calculation of the mean displacements, 160
windows of 100 ps were defined starting at different points of the
simulations. For each window, the total amount of movement of each
water molecule was calculated, averaging over all these molecules.
Only the waters which were inside the nanotube during the whole
window were considered. The probability distributions (P) presented
for these two magnitudes were calculated using the python library
Numpy.99
The survival probability of the waters inside the nanotube
represents the likelihood of one water molecule remaining
encapsulated after a certain time, following the approach described
by Liu et al.100 The autocorrelation function for the H-bond lifetime
has been obtained using the description proposed by Rapaport, being
here presented as the intermittent H-bonds.101 These two calculations
are available in theWater Dynamics Analysis section of MDAnalysis.102
For the water density maps, a grid in the xy or xz planes was
defined, counting the number of times that a water molecule was
presented in each position. In order to obtain a proper comparison,
the results were normalized by taking the most populated point of all
simulations as a reference point.
The z-coordinate representation of the ions, as well as the total
number of cations which enter the nanotube and the number of
molecules coordinated to them, were obtained using local Python
code. The coordination numbers of the cations inside the SCPN were
calculated by counting the number of oxygens at a distance smaller
than a defined cutoff, corresponding to the first coordination layer of
Na+. This value was obtained from the RDF calculation of oxygen of
the waters taking as reference all the cations (including those outside
the nanotube), using the GROMACS tool (Figure SI14).
ASSOCIATED CONTENT
*sı Supporting Information
The Supporting Information is available free of charge at
https://pubs.acs.org/doi/10.1021/acsnano.1c00155.
Additional analyses of simulations (RMSD, inner radius,
z-coordinate for anions, etc.) (PDF)
AUTHOR INFORMATION
Corresponding Author
Rebeca Garcia-Fandiño − Center for Research in Biological
Chemistry and Molecular Materials (CIQUS), University of




Martin Calvelo − Center for Research in Biological Chemistry
and Molecular Materials (CIQUS), University of Santiago de
Compostela, 15782 Santiago de Compostela, Spain
Charlotte I. Lynch − Department of Biochemistry, University
of Oxford, Oxford OX1 3QU, United Kingdom;
orcid.org/0000-0001-6619-6331
Juan R. Granja − Center for Research in Biological Chemistry
and Molecular Materials (CIQUS), University of Santiago de
Compostela, 15782 Santiago de Compostela, Spain;
orcid.org/0000-0002-5842-7504
Mark S. P. Sansom − Department of Biochemistry, University
of Oxford, Oxford OX1 3QU, United Kingdom;
orcid.org/0000-0001-6360-7959
Complete contact information is available at:
https://pubs.acs.org/10.1021/acsnano.1c00155
Notes
The authors declare no competing financial interest.
All initial coordinates, topologies, and mdp files needed for
reproducing these simulations are available in Zenodo through
the following link: 10.5281/zenodo.4420015 (DOI: 10.5281/
zenodo.4420015).
ACKNOWLEDGMENTS
This work was supported by the Spanish Agencia Estatal de
Investigación (AEI) and the ERDF (CTQ2016-78423-R,
PID2019-111126RB-100, and RTI2018-098795-A-I00) and
by the Xunta de Galicia and the ERDF (ED431F 2020/05,
ED431C 2017/25, and Centro singular de investigación de
Galicia accreditation 2016-2019, ED431G/09). M.C. thanks
Xunta de Galicia for a predoctoral fellowship (ED481A-2017/
068). R.G.-F. thanks Ministerio de Ciencia, Innovación y
Universidades for a “Ramón y Cajal” contract (RYC-2016-
20335). Research in MSPS’s group is supported by EPSRC
(EP/R004722/1; EP/V010948/1) BBSRC (BB/R00126X/1)
and Wellcome Trust (208361/Z/17/Z). All calculations were
carried out at the Centro de Supercomputación de Galicia
(CESGA).
REFERENCES
(1) Franks, F.; Kern, C. W.; Karplus, M.; Rao, C. N. R.; Walrafen, G.
E.; Glasel, J. A.; Hasted, J. B.; Narten, A.; Levy, H.; Page, D. I.Water a
Comprehensive Treatise. Vol. 1. The Physics and Physical Chemistry of
Water; Springer: New York, 1972; Vol. 1. DOI: 10.1007/978-1-4684-
8334-5_7.
(2) Lynch, C.; Rao, S.; Sansom, M. S. Water in Biological Channels
and Nanopres: A Molecular Simulation. Chem. Rev. 2020, 120,
10298−10335.
(3) Bernal, J. D.; Fowler, R. H. A Theory of Water and Ionic
Solution, with Particular Reference to Hydrogen and Hydroxyl Ions. J.
Chem. Phys. 1933, 1 (8), 515−548.
(4) Barker, J. A.; Watts, R. O. Structure of Water; A Monte Carlo
Calculation. Chem. Phys. Lett. 1969, 3 (3), 144−145.
(5) Guillot, B. A Reappraisal of What We Have Learnt during Three
Decades of Computer Simulations on Water. J. Mol. Liq. 2002, 101
(1), 219−260.
(6) Jorgensen, W. L.; Tirado-Rives, J. Potential Energy Functions for
Atomic-Level Simulations of Water and Organic and Biomolecular
Systems. Proc. Natl. Acad. Sci. U. S. A. 2005, 102 (19), 6665−6670.
ACS Nano www.acsnano.org Article
https://doi.org/10.1021/acsnano.1c00155
ACS Nano 2021, 15, 7053−7064
7061
(7) Cisneros, G. A.; Wikfeldt, K. T.; Ojamäe, L.; Lu, J.; Xu, Y.;
Torabifard, H.; Bartók, A. P.; Csányi, G.; Molinero, V.; Paesani, F.
Modeling Molecular Interactions in Water: From Pairwise to Many-
Body Potential Energy Functions. Chem. Rev. 2016, 116 (13), 7501−
7528.
(8) Water Models. http://www.1.lsbu.ac.uk/water/water_models.
html (accessed 2020-04-30).
(9) Baaden, M.; Barboiu, M.; Bill, R. M.; Chen, C. L.; Davis, J.; Di
Vincenzo, M.; Freger, V.; Fröba, M.; Gale, P. A.; Gong, B.; Hélix-
Nielsen, C.; Hickey, R.; Hinds, B.; Hou, J. L.; Hummer, G.; Kumar,
M.; Legrand, Y. M.; Lokesh, M.; Mi, B.; Murail, S.; et al. Biomimetic
Water Channels: General Discussion. Faraday Discuss. 2018, 209 (0),
205−229.
(10) Wu, K.; Chen, Z.; Li, J.; Xu, J.; Wang, K.; Li, R.; Wang, S.;
Dong, X. Ultrahigh Water Flow Enhancement by Optimizing
Nanopore Chemistry and Geometry. Langmuir 2019, 35 (26),
8867−8873.
(11) Detcheverry, F.; Bocquet, L. Thermal Fluctuations of
Hydrodynamic Flows in Nanochannels. Phys. Rev. E - Stat. Nonlinear,
Soft Matter Phys. 2013, 88 (1), 012106.
(12) Fayer, M. D.; Levinger, N. E. Analysis of Water in Confined
Geometries and at Interfaces. Annu. Rev. Anal. Chem. 2010, 3 (1),
89−107.
(13) Collins, M. D.; Hummer, G.; Quillin, M. L.; Matthews, B. W.;
Gruner, S. M. Cooperative Water Filling of a Nonpolar Protein Cavity
Observed by High-Pressure Crystallography and Simulation. Proc.
Natl. Acad. Sci. U. S. A. 2005, 102 (46), 16668−16671.
(14) Rasaiah, J. C.; Garde, S.; Hummer, G. Water in Nonpolar
Confinement: From Nanotubes to Proteins and Beyond. Annu. Rev.
Phys. Chem. 2008, 59, 713−740.
(15) Beckstein, O.; Sansom, M. S. P. Liquid-Vapor Oscillations of
Water in Hydrophobic Nanopores. Proc. Natl. Acad. Sci. U. S. A. 2003,
100 (12), 7063−7068.
(16) Sisan, T. B.; Lichter, S. The End of Nanochannels. Microfluid.
Nanofluid. 2011, 11 (6), 787−791.
(17) Walther, J. H.; Ritos, K.; Cruz-Chu, E. R.; Megaridis, C. M.;
Koumoutsakos, P. Barriers to Superfast Water Transport in Carbon
Nanotube Membranes. Nano Lett. 2013, 13 (5), 1910−1914.
(18) Kashiwagi, K.; Suh, D.; Hwang, J.; Hsu, W. L.; Daiguji, H.
Molecular Simulations of Water Adsorption and Transport in
Mesopores with Varying Hydrophilicity Arrangements. Nanoscale
2018, 10 (24), 11657−11669.
(19) Lu, P.; Liu, X.; Zhang, C. Electroosmotic Flow in a Rough
Nanochannel with Surface Roughness Characterized by Fractal
Cantor. Micromachines 2017, 8 (6), 190.
(20) Liu, J.; Wang, M.; Chen, S.; Robbins, M. O. Molecular
Simulations of Electroosmotic Flows in Rough Nanochannels. J.
Comput. Phys. 2010, 229 (20), 7834−7847.
(21) Gravelle, S.; Joly, L.; Detcheverry, F.; Ybert, C.; Cottin-
Bizonne, C.; Bocquet, L. Optimizing Water Permeability through the
Hourglass Shape of Aquaporins. Proc. Natl. Acad. Sci. U. S. A. 2013,
110 (41), 16367−16372.
(22) Gravelle, S.; Joly, L.; Ybert, C.; Bocquet, L. Large Permeabilities
of Hourglass Nanopores: From Hydrodynamics to Single File
Transport. J. Chem. Phys. 2014, 141 (18), 18C526.
(23) Schaschke, C. A Dictionary of Chemical Engineering; Oxford
University Press: Oxford, 2014. DOI: 10.1093/acref/
9780199651450.001.0001.
(24) Anandakrishnan, R.; Izadi, S.; Onufriev, A. V. Why Computed
Protein Folding Landscapes Are Sensitive to the Water Model. J.
Chem. Theory Comput. 2019, 15 (1), 625−636.
(25) Bergonzo, C.; Cheatham, T. E. Improved Force Field
Parameters Lead to a Better Description of RNA Structure. J.
Chem. Theory Comput. 2015, 11 (9), 3969−3972.
(26) Henriksen, N. M.; Gilson, M. K. Evaluating Force Field
Performance in Thermodynamic Calculations of Cyclodextrin Host−
Guest Binding: Water Models, Partial Charges, and Host Force Field
Parameters. J. Chem. Theory Comput. 2017, 13 (9), 4253−4269.
(27) Alexiadis, A.; Kassinos, S. Self-Diffusivity, Hydrogen Bonding
and Density of Different Water Models in Carbon Nanotubes AU -
Alexiadis, Alessio. Mol. Simul. 2008, 34 (7), 671−678.
(28) Alexiadis, A.; Kassinos, S. Influence of Water Model and
Nanotube Rigidity on the Density of Water in Carbon Nanotubes.
Chem. Eng. Sci. 2008, 63 (10), 2793−2797.
(29) Alexiadis, A.; Kassinos, S. Molecular Simulation of Water in
Carbon Nanotubes. Chem. Rev. 2008, 108 (12), 5014−5034.
(30) Klesse, G.; Rao, S.; Tucker, S. J.; Sansom, M. S. P. Induced
Polarization in Molecular Dynamics Simulations of the 5-HT3Re-
ceptor Channel. J. Am. Chem. Soc. 2020, 142 (20), 9415−9427.
(31) Liu, L.; Patey, G. N. Simulated Conduction Rates of Water
through a (6,6) Carbon Nanotube Strongly Depend on Bulk
Properties of the Model Employed. J. Chem. Phys. 2016, 144 (18),
184502.
(32) Liu, L.; Patey, G. N. Simulations of Water Transport through
Carbon Nanotubes: How Different Water Models Influence the
Conduction Rate. J. Chem. Phys. 2014, 141 (18), 18C518.
(33) Jiang, Y.; Lee, A.; Chen, J.; Ruta, V.; Cadene, M.; Chait, B. T.;
MacKinnon, R. X-Ray Structure of a Voltage-Dependent K+ Channel.
Nature 2003, 423 (6935), 33−41.
(34) Haynes, T.; Smith, I. P. S.; Wallace, E. J.; Trick, J. L.; Sansom,
M. S. P.; Khalid, S. Electric-Field-Driven Translocation of SsDNA
through Hydrophobic Nanopores. ACS Nano 2018, 12 (8), 8208−
8213.
(35) Song, C.; Corry, B. Intrinsic Ion Selectivity of Narrow
Hydrophobic Pores. J. Phys. Chem. B 2009, 113 (21), 7642−7649.
(36) Dixit, M.; Lazaridis, T. Free Energy of Hydrophilic and
Hydrophobic Pores in Lipid Bilayers by Free Energy Perturbation of a
Restraint. J. Chem. Phys. 2020, 153 (5), 054101.
(37) Shen, J.; Ye, R.; Romanies, A.; Roy, A.; Chen, F.; Ren, C.; Liu,
Z.; Zeng, H. Aquafoldmer-Based Aquaporin-Like Synthetic Water
Channel. J. Am. Chem. Soc. 2020, 142 (22), 10050−10058.
(38) Rodríguez-Vázquez, N.; Amorín, M.; Granja, J. R. Recent
Advances in Controlling the Internal and External Properties of Self-
Assembling Cyclic Peptide Nanotubes and Dimers. Org. Biomol.
Chem. 2017, 15 (21), 4490−4505.
(39) Chapman, R.; Danial, M.; Koh, M. L.; Jolliffe, K. A.; Perrier, S.
Design and Properties of Functional Nanotubes from the Self-
Assembly of Cyclic Peptide Templates. Chem. Soc. Rev. 2012, 41 (18),
6023−6041.
(40) Brea, R. J.; Reiriz, C.; Granja, J. R. Towards Functional
Bionanomaterials Based on Self-Assembling Cyclic Peptide Nano-
tubes. Chem. Soc. Rev. 2010, 39 (5), 1448−1456.
(41) Bong, D. T.; Clark, T. D.; Granja, J. R.; Ghadiri, M. R. Self-
Assembling Organic Nanotubes. Angew. Chem., Int. Ed. 2001, 40 (6),
988−1011.
(42) Amorín, M.; Castedo, L.; Granja, J. R. New Cyclic Peptide
Assemblies with Hydrophobic Cavities: The Structural and
Thermodynamic Basis of a New Class of Peptide Nanotubes. J. Am.
Chem. Soc. 2003, 125 (10), 2844−2845.
(43) Hourani, R.; Zhang, C.; van der Weegen, R.; Ruiz, L.; Li, C.;
Keten, S.; Helms, B. A.; Xu, T. Processable Cyclic Peptide Nanotubes
with Tunable Interiors. J. Am. Chem. Soc. 2011, 133 (39), 15296−
15299.
(44) Rodríguez-Vázquez, N.; Amorín, M.; Alfonso, I.; Granja, J. R.
Anion Recognition and Induced Self-Assembly of an α,γ-Cyclic
Peptide to Form Spherical Clusters. Angew. Chem., Int. Ed. 2016, 55
(14), 4504−4508.
(45) Clark, T. D.; Buriak, J. M.; Kobayashi, K.; Isler, M. P.; McRee,
D. E.; Ghadiri, M. R. Cylindrical β-Sheet Peptide Assemblies. J. Am.
Chem. Soc. 1998, 120 (35), 8949−8962.
(46) Ghadiri, M. R.; Kobayashi, K.; Granja, J. R.; Chadha, R. K.;
McRee, D. E.; et al. The Structural and Thermodynamic Basis for the
Formation of Self-Assembled Peptide Nanotubes. Angew. Chem., Int.
Ed. Engl. 1995, 34 (1), 93−95.
(47) Reiriz, C.; Amorín, M.; García-Fandiño, R.; Castedo, L.;
Granja, J. R. α,γ-Cyclic Peptide Ensembles with a Hydroxylated
Cavity. Org. Biomol. Chem. 2009, 7 (21), 4358−4361.
ACS Nano www.acsnano.org Article
https://doi.org/10.1021/acsnano.1c00155
ACS Nano 2021, 15, 7053−7064
7062
(48) Rodríguez-Vázquez, N.; García-Fandiño, R.; Amorín, M.;
Granja, J. R. Self-Assembling α,γ-Cyclic Peptides That Generate
Cavities with Tunable Properties. Chem. Sci. 2016, 7 (1), 183−187.
(49) Horne, W. S.; Stout, C. D.; Ghadiri, M. R. A Heterocyclic
Peptide Nanotube. J. Am. Chem. Soc. 2003, 125 (31), 9372−9376.
(50) Leclair, S.; Baillargeon, P.; Skouta, R.; Gauthier, D.; Zhao, Y.;
Dory, Y. L. Micrometer-Sized Hexagonal Tubes Self-Assembled by a
Cyclic Peptide in a Liquid Crystal. Angew. Chem., Int. Ed. 2004, 43
(3), 349−353.
(51) Seebach, D.; Matthews, J. L.; Meden, A.; Wessels, T.;
Baerlocher, C.; McCusker, L. B. Cyclo-β-Peptides: Structure and
Tubular Stacking of Cyclic Tetramers of 3-Aminobutanoic Acid as
Determined from Powder Diffraction Data. Helv. Chim. Acta 1997, 80
(1), 173−182.
(52) Bong, D. T.; Clark, T. D.; Granja, J. R.; Ghadiri, M. R. Self-
Assembling Organic Nanotubes. Angew. Chem., Int. Ed. 2001, 40 (6),
988−1011.
(53) Ghadiri, M. R.; Granja, J. R.; Milligan, R. A.; McRee, D. E.;
Khazanovich, N. Self-Assembling Organic Nanotubes Based on a
Cyclic Peptide Architecture. Nature 1993, 366 (6453), 324−327.
(54) De Santis, P.; Morosetti, S.; Rizzo, R. Conformational Analysis
of Regular Enantiomeric Sequences. Macromolecules 1974, 7 (1), 52−
58.
(55) Reiriz, C.; Brea, R. J.; Arranz, R.; Carrascosa, J. L.; Garibotti, A.;
Manning, B.; Valpuesta, J. M.; Eritja, R.; Castedo, L.; Granja, J. R. α,γ-
Peptide Nanotube Templating of One-Dimensional Parallel Fullerene
Arrangements. J. Am. Chem. Soc. 2009, 131 (32), 11335−11337.
(56) Montenegro, J.; Vázquez-Vázquez, C.; Kalinin, A.; Geckeler, K.
E.; Granja, J. R. Coupling of Carbon and Peptide Nanotubes. J. Am.
Chem. Soc. 2014, 136 (6), 2484−2491.
(57) Cuerva, M.; García-Fandiño, R.; Vázquez-Vázquez, C.; López-
Quintela, M. A.; Montenegro, J.; Granja, J. R. Self-Assembly of Silver
Metal Clusters of Small Atomicity on Cyclic Peptide Nanotubes. ACS
Nano 2015, 9 (11), 10834−10843.
(58) Fuertes, A.; Ozores, H. L.; Amorín, M.; Granja, J. R. Self-
Assembling Venturi-Like Peptide Nanotubes. Nanoscale 2017, 9 (2),
748−753.
(59) Méndez-Ardoy, A.; Granja, J. R.; Montenegro, J. PH-Triggered
Self-Assembly and Hydrogelation of Cyclic Peptide Nanotubes
Confined in Water Micro-Droplets. Nanoscale Horizons 2018, 3 (4),
391−396.
(60) Lamas, A.; Guerra, A.; Amorín, M.; Granja, J. R. New Self-
Assembling Peptide Nanotubes of Large Diameter Using δ-Amino
Acids. Chem. Sci. 2018, 9 (43), 8228−8233.
(61) Tarek, M.; Maigret, B.; Chipot, C. Molecular Dynamics
Investigation of an Oriented Cyclic Peptide Nanotube in DMPC
Bilayers. Biophys. J. 2003, 85 (4), 2287−2298.
(62) Liu, J.; Fan, J.; Tang, M.; Cen, M.; Yan, J.; Liu, Z.; Zhou, W.
Water Diffusion Behaviors and Transportation Properties in Trans-
membrane Cyclic Hexa-, Octa- and Decapeptide Nanotubes. J. Phys.
Chem. B 2010, 114 (38), 12183−12192.
(63) Liu, J.; Fan, J.; Tang, M.; Zhou, W. Molecular Dynamics
Simulation for the Structure of the Water Chain in a Transmembrane
Peptide Nanotube. J. Phys. Chem. A 2010, 114 (6), 2376−2383.
(64) Comer, J.; Dehez, F.; Cai, W.; Chipot, C. Water Conduction
through a Peptide Nanotube. J. Phys. Chem. C 2013, 117 (50),
26797−26803.
(65) Tiangtrong, P.; Thamwattana, N.; Baowan, D. Modelling Water
Molecules inside Cyclic Peptide Nanotubes. Appl. Nanosci. 2016, 6
(3), 345−357.
(66) Jorgensen, W. L.; Chandrasekhar, J.; Madura, J. D.; Impey, R.
W.; Klein, M. L. Comparison of Simple Potential Functions for
Simulating Liquid Water. J. Chem. Phys. 1983, 79 (2), 926−935.
(67) Abascal, J. L. F.; Vega, C. A General Purpose Model for the
Condensed Phases of Water: TIP4P/2005. J. Chem. Phys. 2005, 123
(23), 234505.
(68) Izadi, S.; Anandakrishnan, R.; Onufriev, A. V. Building Water
Models: A Different Approach. J. Phys. Chem. Lett. 2014, 5 (21),
3863−3871.
(69) Jorgensen, W. L.; Madura, J. D. Temperature and Size
Dependence for Monte Carlo Simulations of TIP4P Water AU -
Jorgensen, William L. Mol. Phys. 1985, 56 (6), 1381−1392.
(70) Amorín, M.; Castedo, L.; Granja, J. R. Folding Control in
Cyclic Peptides through N-Methylation Pattern Selection: Formation
of Antiparallel β-Sheet Dimers, Double Reverse Turns and Supra-
molecular Helices by 3α,γ Cyclic Peptides. Chem. - Eur. J. 2008, 14
(7), 2100−2111.
(71) García-Fandiño, R.; Amorín, M.; Castedo, L.; Granja, J. R.
Transmembrane Ion Transport by Self-Assembling α,γ-Peptide
Nanotubes. Chem. Sci. 2012, 3 (11), 3280−3285.
(72) Calvelo, M.; Vázquez, S.; García-Fandiño, R. Molecular
Dynamics Simulations for Designing Biomimetic Pores Based on
Internally Functionalized Self-Assembling α,γ-Peptide Nanotubes.
Phys. Chem. Chem. Phys. 2015, 17 (43), 28586−28601.
(73) Calvelo, M.; Granja, J. R.; Garcia-Fandino, R. Competitive
Double-Switched Self-Assembled Cyclic Peptide Nanotubes: A Dual
Internal and External Control. Phys. Chem. Chem. Phys. 2019, 21 (37),
20750−20756.
(74) Calvelo, M.; Lamas, A.; Guerra, A.; Amorin, M.; Garcia-
Fandino, R.; Granja, J. R. Parallel versus Antiparallel B-Sheet Structure
in Cyclic Peptide Hybrids Containing Γ- or Δ-Cyclic Amino Acids.
Chem. - Eur. J. 2020, 26 (26), 5846−5858.
(75) Onufriev, A. V.; Izadi, S. Water Models for Biomolecular
Simulations. Wiley Interdiscip. Rev. Comput. Mol. Sci. 2018, 8 (2),
e1347.
(76) Garcia-Fandiño, R.; Piñeiro, Á.; Trick, J. L.; Sansom, M. S. P.
Lipid Bilayer Membrane Perturbation by Embedded Nanopores: A
Simulation Study. ACS Nano 2016, 10 (3), 3693−3701.
(77) García-Fandiño, R.; Granja, J. R.; D’Abramo, M.; Orozco, M.
Theoretical Characterization of the Dynamical Behavior and Trans-
port Properties of α,γ-Peptide Nanotubes in Solution. J. Am. Chem.
Soc. 2009, 131 (43), 15678−15686.
(78) Montenegro, J.; Ghadiri, M. R.; Granja, J. R. Ion Channel
Models Based on Self-Assembling Cyclic Peptide Nanotubes. Acc.
Chem. Res. 2013, 46 (12), 2955−2965.
(79) Mills, R. Self-Diffusion in Normal and Heavy Water in the
Range 1−45°. J. Phys. Chem. 1973, 77 (5), 685−688.
(80) Krynicki, K.; Green, C. D.; Sawyer, D. W. Pressure and
Temperature Dependence of Self-Diffusion in Water. Faraday Discuss.
Chem. Soc. 1978, 66 (0), 199−208.
(81) Liu, L.; Patey, G. N. A Molecular Dynamics Investigation of the
Influence of Water Structure on Ion Conduction through a Carbon
Nanotube. J. Chem. Phys. 2017, 146 (7), 074502.
(82) Li, J.; Gong, X.; Lu, H.; Li, D.; Fang, H.; Zhou, R. Electrostatic
Gating of a Nanometer Water Channel. Proc. Natl. Acad. Sci. U. S. A.
2007, 104 (10), 3687−3692.
(83) Lisbjerg, M.; Valkenier, H.; Jessen, B. M.; Al-Kerdi, H.; Davis,
A. P.; Pittelkow, M. Biotin[6]Uril Esters: Chloride-Selective Trans-
membrane Anion Carriers Employing C-H···Anion Interactions. J.
Am. Chem. Soc. 2015, 137 (15), 4948−4951.
(84) Lindorff-Larsen, K.; Piana, S.; Palmo, K.; Maragakis, P.; Klepeis,
J. L.; Dror, R. O.; Shaw, D. E. Improved Side-Chain Torsion
Potentials for the Amber Ff99SB Protein Force Field. Proteins: Struct.,
Funct., Genet. 2010, 78 (8), 1950−1958.
(85) Wang, J.; Wolf, R. M.; Caldwell, J. W.; Kollman, P. A.; Case, D.
A. Development and Testing of a General Amber Force Field. J.
Comput. Chem. 2004, 25 (9), 1157−1174.
(86) Jämbeck, J. P. M.; Lyubartsev, A. P. Derivation and Systematic
Validation of a Refined All-Atom Force Field for Phosphatidylcholine
Lipids. J. Phys. Chem. B 2012, 116 (10), 3164−3179.
(87) Jämbeck, J. P. M.; Lyubartsev, A. P. An Extension and Further
Validation of an All-Atomistic Force Field for Biological Membranes.
J. Chem. Theory Comput. 2012, 8 (8), 2938−2948.
(88) Klauda, J. B.; Venable, R. M.; Freites, J. A.; O’Connor, J. W.;
Tobias, D. J.; Mondragon-Ramirez, C.; Vorobyov, I.; MacKerell, A.
D.; Pastor, R. W. Update of the CHARMM All-Atom Additive Force
Field for Lipids: Validation on Six Lipid Types. J. Phys. Chem. B 2010,
114 (23), 7830−7843.
ACS Nano www.acsnano.org Article
https://doi.org/10.1021/acsnano.1c00155
ACS Nano 2021, 15, 7053−7064
7063
(89) Abraham, M. J.; Murtola, T.; Schulz, R.; Páll, S.; Smith, J. C.;
Hess, B.; Lindahl, E. GROMACS: High Performance Molecular
Simulations through Multi-Level Parallelism from Laptops to
Supercomputers. SoftwareX 2015, 1−2, 19−25.
(90) Parrinello, M.; Rahman, A. Polymorphic Transitions in Single
Crystals: A New Molecular Dynamics Method. J. Appl. Phys. 1981, 52
(12), 7182−7190.
(91) Bussi, G.; Donadio, D.; Parrinello, M. Canonical Sampling
through Velocity Rescaling. J. Chem. Phys. 2007, 126 (1), 014101.
(92) Hess, B.; Bekker, H.; Berendsen, H. J. C. C.; Fraaije, J. G. E. M.
E. M. LINCS: A Linear Constraint Solver for Molecular Simulations.
J. Comput. Chem. 1997, 18 (12), 1463−1472.
(93) Essmann, U.; Perera, L.; Berkowitz, M. L.; Darden, T.; Lee, H.;
Pedersen, L. G. A Smooth Particle Mesh Ewald Method. J. Chem.
Phys. 1995, 103 (19), 8577−8593.
(94) Michaud-Agrawal, N.; Denning, E. J.; Woolf, T. B.; Beckstein,
O. MDAnalysis: A Toolkit for the Analysis of Molecular Dynamics
Simulations. J. Comput. Chem. 2011, 32 (10), 2319−2327.
(95) Gowers, R. J.; Linke, M.; Barnoud, J.; Reddy, T. J. E.; Melo, M.
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